
 

 

  

1. Go to TAIR10 genome browser: 
http://www.arabidopsis.org/servlets/tools/gbrowse/arabidopsis 

2. Find the gene of interest 

3. Focus on conserved 

exon sequence 

4. Zoom in or display the selected 

region in the new window 

5. Copy selected 
sequence 

7. Check for the 
presence of repetitive 
elements 

8. Go to 1001 Genomes site: http://tools.1001genomes.org/ 

6. Go to CENSOR tool: http://www.girinst.org/censor/  

9. Download and evaluate the 
SNP data for selected region 
and accession 

Supplementary Figure S1. The schematic procedure of the MLPA half-probes design 
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10. Adjust the length of 
the sequence to have Tm 
close to 71°C in RaW-Oligo 

11. Go to: http://blast.ncbi.nlm.nih.gov/Blast.cgi Select Nucleotide BLAST 

12. Paste the 
joined sequence 
of paired TSSs 

13. Select the 
parameters 

14. Check BLAST results for the 
presence of unintented targets 

15. Use the MS Excel template to add primer and stuffer sequence and design the final half-probes 

Supplementary Figure S1 (Continued). 
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